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Branch-and-bound search, 368, 
Branchiopoda, 557 


Branch and bound search, 479 


Branch length, 22, 41, 45, 48-50, 52, 76, 81-82, 96, 127-130, 133-135, 
137, 156, 211-212, 223, 358-359, 377, 412, 415, 424, 427, 478, 481, 
484-485, 508, 529-531, 535, 575, 589, 596, 608, 621, 629, 641, 644, 


651-652, 655, 666-667, 671-672, 675, 692, 696-697, 699-700, 703, 
709, 761, 782, 784-785, 791, 820, 825, 827, 831-832, 834-835, 841 
849-851, 865-866 
error, 679-681 
estimates, 396, 676-677, 682, 747 
Branch lengths and support, Mark Wilkinson, Francois-Joseph 
Lapointe, and David J. Gower, 127-130 
Branch lengths and support: revisited, David A. Morrison, 849-851 
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Branch support (see also bootstrap, clade support, decay, posterior 
probability), 15, 26, 30, 211, 323, 407, 773 
partitioned, 15-22, 76, 79, 407, 409, 412 
Branch-swapping, 30, 368-370, 842, 857 
algorithm, 287, 371 
NNI, 372 
TBR, 39, 75, 166, 275, 318, 336, 377-378, 390, 407, 444-445, 463, 504, 
506, 575, 607, 621-622, 666, 681, 748, 760, 801, 823-824 
Brassica, 374 
Braun, Michael, see Harshman, John, 386—402 
Braunsapis, 2, 5,7 
paradoxa, 2 
protuberans, 2 
unicolor, 2 
vitrea, 2 
BRCA1, 605, 613-615 
Bremer 
analysis, 211 
support (see also decay), 4, 10-11, 55, 62, 75-77, 127, 307, 318, 320, 
322, 554-564, 571, 575, 581-584, 588-589, 665, 842 
Brevineura, 1, 7-8, 10-11 
ploratula, 2 
xanthoclypeata, 2 
Brevirostres, 390 
Briggs, John C., Fishes and birds: Gondwana life rafts reconsidered, 
548-553 
Britton, Tom, see Erixon, Per, 665-674 
Brownian motion parameter, 714 
Brown, Rafe M., see Evans, Ben J., 794-823 
Bryant, David, see Francois-Joseph Lapointe, 865-868 
Bufo valliceps, 287 
Bungarus, 451 
fasciatus, 440 
Bull, Nicholas J., see Schwarz, Michael P., 1-14 
Burn-in trees, 607 
Butterflies, 794 
nymphalid, 28 


swallowtail, 589 


Caenogastropod, 620, 623 
Caenophidia, 439-459 
Caiman, 391, 396, 415 
crocodilus, 405, 412, 417 
latirostris, 405 
yocare, 388 
Caimanae, 409 
Cairina moschata, 
Calamariinae, 440, 457 
Calcarea, 311-333 
Calcaronea, 311, 313-315, 318, 320, 322-325, 328-329 
Calcinea, 311, 313-315, 318, 320, 322-325, 328-329 
Calcispongia, 311-333 
Callilictus, 24 
Callimice, 740, 742 
goeldii, 736 
Calliopheinae, 443 
Callithrix, 706, 740, 
geoffroyi, 736 
jacchus, 736, 738 
Callitrichinae, 740, 742 
Calloselasma, 447, 451 
rhodostoma, 441 
Calyptraea, 618-640 
aspersa, 638 
cf. conica, 638 
cf. lichen, 638 
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chinensis, 623, 638 
fastigata, 638 
mamillaris, 638 
Calyptraeid, 620, 629, 631-633 
biogeography, 631 
evolution, 632 
gastropods, 618-619 
larvae, 631 
taxonomy, 619 
Calyptraeidae, 618-619, 623, 632 
Camels, 20, 221, 857 
Camin-Sokal parsimony, 444, 446 
Campbell, Christopher S., see Smedmark, Jenny E. E., 374-385 
Campbell, Nick, J. H., see Murrell, Anna, 296-310 
Canary, 389 
Canidae, 846 
Canids, 707-708 
Canis, 706 
Cannatella, David C., see Evans, Ben J., 794-823 
Canonical 
correspondence analysis (CCA), 687-689, 693 
ordination (CO), 687, 693 
phylogenetic ordination (CPO), 684, 687-689, 691-694 
tree, 113, 115 
variate analysis (CVA), 190, 196, 198, 491, 496 
Canonical phylogenetic ordination, Norberto P. Giannini, 684-695 
Canthumeryx, 224 
Capreolini, 209 
Capreolus, 209, 212, 215, 218-219 
capreolus, 210 
Caprini s.]., 209-210, 215, 225 
Capulidae, 639 
Capulids, 620, 623 
Capulus ungaricus, 639 
Carabid beetles, 70, 103 
Cardillo, Marcel, see Bininda-Emonds, Olaf R. P., 724-729 
Cardini, Andrea, Geometry of the marmot (Rodentia: Sciuridae) 


mandible: phylogeny and patterns of morphological evolution, 


186-205 

Carios capensis, 300 
Carnivore supertree, 845 
Carnivora, 571, 839-851 
Carollia perspicillata, 472 
Cartesian transformation grids (CTGs), 488, 491-492, 497 
Caryophyllaceae, 820, 832 
Cassowaries, 550 
Castor canadensis, 606 
Castoridae, 604-606, 608-611, 613-615 
Casuarius, 389 

casuarius, 388 
Catarrhini, 738 
Catonotus, 492-493 
Causinae, 441, 453 
Causus, 451 

defilippi, 441 

rhombeatus, 441 
Cattle, 206 
CB1, 604, 606-610, 613 
Cave salamanders, 501 
Cavia, 649-664 

porcellus, 649, 656 
Cenozoic, 206, 631, 746 
Centipedes, 559 
Cephalocarida, 557 
Cephalophini, 209-210 
Cephalophus, 209, 212, 215, 221 


dorsalis, 210 
maxwelli, 210 
Cerataphidini, 137, 139 
Ceratina, 8 
japonica, 2,5 
Ceratinini, 1, 2,9 
Cercomegistus sp., 300 
Cercopithecus 
hamlyni, 736 
nictitans, 736 
Cerberus, 451 
rhynchops, 440, 446 
Cermatobius, 559 
Cervidae, 206-207, 209-210, 212-213, 215, 217- 
Cervinae, 209 
Cervus, 207, 209, 212, 215, 218-219 
elaphus, 210 
unicolor, 210 
Cetacea, 15-22, 209, 221, 724-729, 853-855, 857-858, 860 
Cetaceans, 853, 860 
phylogeny, 854 
Cetartiodactyla, 206, 221 
Chaetodipus, 609, 614 
californicus, 606 
Chalinolobus tuberculatus, 462 
Characters, 239-252, 851-852, 864 
adult, 8-9 
anatomical, 742 
autopomorphic, 865 
binary, 244, 247 
chromatic, 178 
cladistic, 854 
coding, 334-351, 401, 405, 540 
complex, 245 
constant, 378 
construction, 239-241, 243, 246, 253 
convergent, 502, 510 
correlation, 131-158 
cranial, 187 
cytological, 311, 313, 326-328 
dental, 738, 853, 857, 860 
diagnostic, 323, 328, 545 
discrete, 136, 825 
distribution, 264-265 
DNA, 56, 348, 405, 509 
embryological, 311, 313, 327-328 
equally weighted, 318, 327, 358 
evolution, 56, 152, 263, 318, 328, 364, 416, 543, 647, 833 
foot, 858 
fruit, 374-375 
gap, 317-318 
genitalic, 8, 91 
homoplastic, 589, 767 
indel, 389, 823, 826, 829 
informative, 16, 378, 575, 583 
larval, 8-9, 92 
life-history, 9 
mandibular, 192 
mapping, 27, 131-158 
meristic, 506, 513 
molecular, 55, 70, 76-77, 131, 199, 209, 296, 298, 409, 738, 742 
morphological, 55, 57, 70, 72, 74, 87-88, 89, 91, 131-132, 135, 142, 
178, 181, 199, 209, 213, 217, 219, 298, 313-314, 317, 323, 327-328, 
340, 389-390, 400, 406-407, 409, 412, 420, 439, 442, 457, 474, 
501-503, 506, 509-510, 537, 539-543, 545, 559, 572, 604, 632, 738, 
742, 748, 760, 855-857 


2, 224 





882 


multistate, 26, 75, 239, 255-257, 335 
osteological, 187, 760 
parisitological, 738, 742 
parsimony-informative, 4, 298, 323, 345, 446, 451, 529, 531, 773 
phylogenetically informative, 55-56, 826 
polymorphic, 505, 833 
primary, 725-726 
pupal, 8 
reductive, 245 
reweighted, 318, 327, 
shell, 619, 623 
skeletal, 197, 313, 403 
snout, 416, 621-622 
state, 87, 132, 149, 239, 245-246, 250, 253, 296, 309-310, 352, 354 
400, 405, 427, 502-503, 505, 542, 760, 831, 835 
summary, 337, 342 
systematic, 243 
two-state, 236 
unambiguous, 539, 557 
uninformative, 76, 217, 575, 581, 826 
vertebral, 439 
Charadrius semipalmatus, 286 
heilea, 632, 639 
equestris, 639 
heirogaleidae, 711-713 
heirogaleus, 706 
helicerata, 56, 296, 557 
hevrotains, 206 
lesser Malay, 210 
hicken, 388-389, 391, 551 
hilalictus, 24 
hilopoda, 557 
himeromyia, 749 
himpanzee, 52-53, 711-713, 715 
hinchilla laniger, 606 
hinchillidae, 606 
hinese 
muntjak, 210 
water deer, 210, 220 
Chipmunks, 194, 197 
Chippindale, Paul T., see Wiens, John J., 501-514 
Chirononomidae, 430 
Chi-square tests, 307, 395, 397-398, 607 
Chloroplast 
DNA, 374-375, 382 
genome, 336 
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phylogeny, 
Choanoflagellata, 316-317 
Chordeiles acutipennis, 286 
Chromatic characters, 178 
Chromatograms, 94 
Chrysops carbonarius, 756 
Cichlidae, 549, 552 
Cichlid fish, 549-553 
Ciconia nigra, 286 
Cirripathes, 317 

lutkeni, 316 
Cirripedia, 557 


Clades, 11, 15-17, 19-20, 23, 34, 55, 62, 70, 76-77, 79, 81, 100-101, 103, 
105-106, 119, 122, 1 
220, 241, 249, 275, 278, 304-305, 318, 320, 323-324, 327, 329, 334, 


25, 140, 159, 165-167, 172, 178-179, 186-187, 
344, 374-375, 377, 379, 383-384, 390, 403, 409, 439, 445-447, 452, 
455, 463, 468, 494, 503, 508, 511, 529-531, 535, 542, 557, 560-561, 
581, 583, 585, 590, 604, 614, 618, 623, 629, 631-632, 665, 667-669, 
671-672, 688, 697, 711-712, 724, 749, 761-762, 767, 771, 776, 797, 
802, 804, 807, 810-811, 827, 829, 832, 839-840, 843-847 
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phylogenetic, 714 
Cladistic 
analysis, 8, 81, 253, 403, 541, 572, 738 
characters, 854 
information content (CIC), 241 
hypothesis, 92 
relationship, 70-71 
parsimony, 356, 362, 365 
Cladistics, 63, 70-88, 520 
molecular, 187 
Cladogenesis, 641-642, 644-645, 647, 746, 757, 761, 834 
Cladogenetic model, 641 
Cladogram, 5, 70, 73, 76-77, 79, 81, 83-84, 195, 255-258, 272, 359, 362, 
406-407, 520, 525-526, 548-549, 684, 722, 742, 802 
coding, 255-259 
molecular, 187, 742 
Claravis pretiosa, 38 
Clarifying Aetosaur phylogeny requires more fossils, not more 
trees—reply to Intraorganismal homology, character 
construction, and the phylogeny of Aetosaurian Archosaurs 
(Reptilia, Diapsida), Andrew B. Heckert and Spencer G. Lucas, 
253-254 
Clarkia, 347 
Clathrina, 314-315, 320, 329, 332-333 
cerebrum, 316 
clathrus, 329 
Clathrinida, 314, 318 
Clathrinidae, 314 
Clayton, Dale H., see Johnson, Kevin P., 37-47 
Climacoceras, 224 
Clocklike trees, 233 
Clock model (see molecular clock) 
Cluster analysis, 194, 205, 497, 722 
C-mos, 758, 762, 764 
C-myc, 386-402 
Cnidaria, 311, 316-317, 320, 430, 520 
Coahomasuchus, 241, 243, 250-251, 254 
Coding, 239-252, 851-852 
cladograms, 255-259 
indels, 444, 575 
Codons/codon positions, 3, 5, 7, 10, 20, 28, 391 
Cody, Jeannine H., see Rodman, James E., 428-435 
Coelenterates, 518 
Coenagrionidae, 89, 91-92 
Coenomyia ferruginea, 756 
Coevolution, 37—47 
Coleoptera, 430 
Collin, Rachel, Phylogenetic relationships among Calyptraeid 
gastropods and their implications for the biogeography of 
marine speciation, 618-640 
Colonization, 70-88 
Coluber, 451 
constrictor, 440 
Colubridae, 440, 456 
Colubrid snakes, 758 
Colubrinae, 439-440, 447, 452, 455, 457 
Colubrini, 457 
Colubroidea, 439-459 
Columba 
guinea, 38 
livia, 38, 286 
Columbicola, 37-39, 41-42, 45 
adamsi, 38 
bacillus, 38 
baculoides, 38 
columbae 1, 38 
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columbae 2, 38, 42 
exilicornis, 38 
extinctus, 38, 42 
gracilicapitis, 38, 42 
gymnopeliae, 38 
macrourae 1, 38, 46 
macrourae 4, ° 
macrourae 5, : 
n. sp., 38 
passerinae 1,3 
passerinae 2, 38 
theresae, 38, 46 
timmermanni, 38 
veigasimoni, 38 
xavieri, 38 
Columbiformes, 37-47 
Columbina, 46 
inca, 38, 46 
passerina, 38, 46 
Coluria, 374, 381-383 
geoides, 374, 376, 381-382 
Colurieae, 374, 377-378, 382 
Combinatorics of tandem duplication trees, Olivier Gascuel, Michael 
D. Hendy, Alain Jean-Marie, and Robert McLachlan, 110-118 
Combined data, 55-65 
analysis, 96 
evidence, 403-422 
tree, 612 
Combined support for wholesale taxic atavism in gavialine 
Crocodylians, John Gatesy, George Amato, Mark Norell, Rob 
DeSalle, and Cheryl Hayashi, 403-422 
Combining data, 528-538 
Comparative 
biology, 55-65 
method, 23-36 
Comparing bootstrap and posterior probability values in the 
four-taxon case, Michael P. Cummings, Scott A. Handley, 
Daniel S. Myers, David L. Reed, Antonis Rokas, and Katarina 
Winka, 477-487 


Comparison of likelihood and Bayesian methods for estimating 
divergence times using multiple gene loci and calibration 
points, with application to a radiation of cute-looking mouse 
lemur species, Ziheng Yang and Anne D. Yoder, 705-716 

Complex characters, 245 


Component coding, three-item coding, and consensus methods, 
David M. Williams and Christopher J. Humphries, 255-258 
Compsomelissa, 1-2, 4-5, 7-12 
borneri, 2 
Computer simulation (see also simulation and Monte Carlo 
simulation), 528-538, 696-704 
Computing the uniform component of shape variation, F. James Rohlf 
and Fred Bookstein, 66-69 
Conflict, 839-851 
Congruence, 37, 55-65, 193 
865-868 
Conifers, 784 
Consensus, 255-259, 849-851 
efficiency (CE), 241 
trees, 55, 128, 140, 241, 251, 255, 258, 344, 450, 531, 850, 855, 865-868 
Consistency index, 3, 5-6, 10, 28, 76, 240, 247-248, 252, 304, 339, 
345-346, 348, 392, 396, 577, 581-583, 762, 764, 826 
Constrained tree, 16-18, 20, 22, 407, 761, 807, 847 
Continuous 
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8, 555, 607, 613, 669, 717, 


jackknife function analysis (CJF), 55-58, 61-63 
time Markov model, 131-134, 147, 149, 651 
time Markov process, 179, 644 
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Control region (CR), 460-476 
Conus, 619 
Convergence, 501-514, 614 

sciurid, 185-205 
Convergent 

characters, 502, 510 

evolution, 296, 497 
Conway, Lindsay, see Danforth, Bryan N., 23-36 
Co-occurrence, 271-280 
Cooper, Steven J. B., see Schwarz, Michael P., 1-14 
Copath 

analysis, 41 

tree, 45 
Cophylogenetic analysis, 737 
Cophylogeny, 735-744 
Coracias caudata, 286 
Coragyps atratus, 388 
Corbiculate bees, 23, 33 
Correspondence analysis, 687 
Corroboration, 352-367 
Cosmiomma, 305-306 
Cospeciation, 37-47 
Coturnix pectoralis, 286 
Cows, 210 
Crangonyctidae, 430 
Cranial characters, 187 
Credibility regions (CR), 390, 394 
Crepidula, 618-640 

aculeata, 636 

adunca, 637 

aff. depressa, 636 

aff. marginalis, 637 

aff. onyx, 638 

aff. williamsi, 637 

arenata, 637 

argentina, 636 

atrasolea, 636 

cerithicola, 637 

cf. aculeata, 636 

cf. aculeata Cape Verde, 623, 636 

cf. aplysioides, 637 

cf. incurva, 637 

cf. nivea, 637 

cf. onyx, 638 

cf. perforans, 637 

complenata, 629, 631, 637 

convexa, 629, 637 

coquimbensis, 636 

costata, 636 

dd. onyx, 638 

depressa, 636 

excavata Mexico, 620, 632, 637 

excavata Peru, 620, 637 

fimbriata, 636 

fornicata, 619, 632, 637 

gibbosa, 637 

grandis, 632, 637 

gravispinosa, 636 

immersa, 636 

incurva, 632, 637 

lessoni, 636-637 

maculosa, 638 

marginalis, 638 

monoxyla, 636 

naticarum, 638 

navicula, 638 
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norrisarum, 638 

n. sp., 638 

n. sp dd., 638 

n sp pt., 638 

nummaria, 637 

onyx, 619, 631, 638 

perforans, 637 

philippiana, 623, 637 

plana, 637 

porcellana, 629, 638 

protea, 637 

s.] ? 637 

s.s., 623, 631-632, 636 

striolata, 637 

unguiformis, 637 

ustulatulina, 638 

williamsi, 623, 637 
Crepipatella, 623, 631, 636 


36 


capensis, 631-632, 6 
dilatata, 632, 636 
fecunda, 632, 636 
lingulata, 636 


n. sp. , 636 


Cretaceous, 23, 33, 403, 419, 550-552, 631, 746, 753, 


early-, 548 
mid-, 549, 552 


late-, 419, 549-552 


22 
y he Fe) 


upper-, 753 
Cretaformia, 749 
Crickets, 70, 833 
Crocodile, 285 
African slender-snouted, 388 
-rocodilians, 240, 283, 286, 293, 389, 403 
Crocodylia, 386-402, 403-422 
Crocodyliformes, 386, 415 
Crocodylidae, 386, 392, 394 
Crocodylinae, 403, 405, 408-409, 412, 415, 417, 419 
Crocodyloidea, 391 
Crocodylus, 386, 391, 396 
cataphractus, 388, 391, 405, 408-409, 415, 417 
intermedius, 405, 408, 417 
New World, 409 
niloticus, 285 
rhombifer, 405, 408 
Crotalinae, 441, 447, 453 
Crotalus, 447, 451 
horridus, 441 
viridis, 441 
Crotaphopeltis, 447, 451, 457 
hotamboeia, 440 
Crucibulum, 618-640 
auricula, 638 
cf. personatum, 638 
cf. serrata, 638 
concamaratum, 623, 638 
lignarum, 638 
radiata, 638 
scutellatum, 638 
spinosum, 638 
tenuis, 638 
Crunomys, 812 
Crustacea, 430, 432, 557 
Crystallaria, 496-498 
asprella, 491, 496-499 
Ctenodactylidae, 605-606 
Ctenohystric, 605, 615 
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Ctenonomia, 24 

Ctenophora, 311, 316-318, 320, 327-328 

Cuculus pallidus, 286 

Culex pipiens, 745 

Cumaceans, 430 

Cummings, Michael P., Scott A. Handley, Daniel S. Myers, David 
L. Reed, Antonis Rokas, and Katarina Winka, Comparing 
bootstrap and posterior probability values in the four-taxon 
case, 477-487 

Culicomorpha, 754 

CXCR4/CCR5 coreceptor, 649-664 

Cycads, 784 

Cyanoramphus, 471 

Cyclorrhapha, 746, 749-751, 753 

Cymatium parthenopeum, 640 

Cynomys, 189, 194 

leucurus, 204 
ludovicianus, 189, 204 

Cypraea spurca, 640 

Cyprinodontiformes, 548-459 

Cypripedium, 346 

Cytogenetic analysis, 374 

Cytochrome b, 2-5, 7-8, 10-11, 16-18, 20, 22, 39, 41-42, 161, 163-166, 
171, 179, 181, 186, 193, 195, 198-199, 206-207, 209-212, 215, 297, 
443, 445-447, 451, 455, 471-472, 488, 504, 508, 571-593, 605, 657, 
659, 677, 680-681, 705-706, 709, 727, 861 

Cytochrome oxidase I (COI), 1-5, 7-8, 10-11, 23, 26-30, 32, 37, 39, 

Cytochrome P-450, 206, 209-212, 219 

Cytochrome oxidase II, 33, 94, 95, 139, 207, 705-706, 709 


Cytological characters, 311, 313, 326-328 


Dactylanthus taylorii, 473 
Dalloapula, 9 
Damaliscus, 209, 212, 215, 218 
pygargus, 210 
Damselflies, 70, 833 
Megalagrion, 89-109, 833 
Danforth, Bryan N., Lindsay Conway, and Shuging Ji, Phylogeny of 
eusocial Lasioglossum reveals multiple losses of eusociality 
within a primitively eusocial clade of bees (Hymenoptera: 
Halictidae), 23-36 
Darters, 488-489, 494, 498 
Dasypeltis, 447, 451, 457 
medici, 440 
scabra, 440, 459 
Data 
combination, 439-459 
conflict, 386-402 
non-independence, 724-729 
partitions, 386-402 
visualization, 55-65 
Daubentonia, 706, 712 
Dayrat, Benoit, Roots of phylogeny: how did Haeckel build his trees?, 
515-527 
DeBry, Ronald W., Identifying conflicting signal in a multigene 
analysis reveals a highly resolved tree: the phylogeny of 
Rodentia (Mammalia), 604-617 
Decay 
analysis (see also Bremer support), 12, 128, 243, 407 
index, 128, 336, 377, 381, 842 
Decision theory, 674-683 
Deduction, 259-271 
Deep sea mollusks, 430 
Deer, 
black-tailed, 210 
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Chinese water, 210 
European roe, 210 

mouse, 206, 854, 857 

musk, 206-207, 210, 219-220 
red, 210 

Dei-Cas, Eduardo, see Hugot, Jean-Pierre, 735-744 

Deletion (see indel) 

Delma, 757-758, 762, 764, 767, 770-771, 773, 775, 777-778 
(Aclys) concinna, 759, 762, 764, 770, 775, 777-778 
australis, 759, 775, 778 
borea, 759, 775, 778 
borea haroldi, 759 
butleri, 759, 770, 778 
elegans, 758, 775 
fraseri, 757-759, 762, 775-778 
fraseri fraseri, 762, 775-776 
fraseri petersoni, 762, 775-776 
grayil, 757, 759, 762, 775-778 
impar, 759, 775, 778 
inornata, 759 
labialis, 759, 764, 770, 775, 777-778 
mitella, 759, 762, 770 
molleri, 759, 775, 778 
nasuta, 759, 778 


pax, 759, 762,775 


plebeia, 758, 775 
tincta, 759, 775, 778 
torquata, 759, 775, 778 
Demanche, Christine, see Hugot, Jean-Pierre, 735-744 
Demospongiae, 311, 314, 316-317, 320, 328-330 
Dendrelaphis, 447, 451, 457 
calligastra, 440 
pictus, 440 
Dendroaspis, 447, 451, 456 
polylepis, 441 
sp., 441 
Dendrogram, 192-193, 195, 199 
mandibular, 195, 197 
UPGMaA, 193 
Dendroica, 776 
Dental characters, 738, 853, 857, 860 
Dentition, 16 
Dermacentor, 299, 305-306, 310 
andersoni, 299 
marginatus, 299 
reticulatus, 299 
s.l. , 299, 305 
variabilis, 299 
DeSalle, Rob, see Gatesy, John, 403-422 
Desmatosuchus, 241-243, 248-252, 254 
haplocerus, 254 
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Leioheterodon, 451, 456 
madagascariensis, 441 
Lelapia, 314-315, 324 
Lelapiidae, 314, 329 
Lemuridae, 711-713 
Lemuriform, 711-713 
Lemurs, 52-53, 524, 706, 
mouse, 705-706, 708, 711-715 
Le Parco, Yannick, see Manuel, Michael, 311-33: 
Lepilemur, 706 
Lepthyphantes minutus, 73, 88 
Leptictis, 858 
Leptomerycidae, 222 
Leptomeryx, 222 
Leptonetis perplexus, 639 
Leptonycteris curasoae yerbabuenae, 473 
(Evylaeus) calceatum, 24, 27, 33 Leptotila, 41 
(Evylaeus) cinctipes, 27 jamaicensis, 38, 41-42 
(Evylaeus) comagenense, 27 plumbeiceps, 38 
rufaxilla, 38 
verreauxi, 41 
verreauxi angelica, 38 


(Dialictus) parvum, 27 
(Dialictus) pilosum, 27 
(Dialictus) rohweri, 27 
(Dialictus) tegulare, 27 
(Dialictus) umbripenne, 27 
(Dialictus) vierecki, 27 
(Dialictus) zephyrum, 24, 27, 33 
(Evylaeus) albipes, 26-27, 33 
(Evylaeus) apristum, 27 
(Evylaeus) boreale, 27 


(Evylaeus) brevicorne, 27 


(Evylaeus) duplex, 27 
(Evylaeus) fulvicorne, 2 
(Evylaeus) gattaca, 27 
(Evylaeus) inconditum, 27 verreauxi fulviventris, 38 

(Evylaeus) interruptum, 27 Leptynoma hessei, 756 

(Evylaeus) laticeps, 24, 27 Lestis, 2 

(Evylaeus) limbellum, 27 Leucaltidae, 314 

(Evylaeus) lineare, 27 Leucaltis, 314-315, 320, 324 

(Evylaeus) lucidulum, 27 clathria, 316 

(Evylaeus) malachurum, 27 Leucandra, 314-315, 320, 322-324, 332-333 
(Evylaeus) marginatum, 24, 27, 33 aspera, 316 

(Evylaeus) mediterraneum, 27 Leucascandra, 314-315, 332 

Leucascidae, 314 

Leucetta, 314-315, 320, 322, 324, 330, 332-333 


(Evylaeus) morio, 27 
(Evylaeus) nigripes, 2 


(Evylaeus) pauxillum, 27 chagosensis, 316 
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the seed plants in the presence of conflicting signals under Likelihood (see maximum likelihood), 352-367 
misspecified models, Stéphane Aris—Brosou, 781-793 analysis, 18, 263, 374, 708, 715, 803-804, 807 
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p. V complex 2, 797, 
visayanus, 797, 802, 807, 811, 819 


802, 819 
woodworthi, 797, 802, 807, 811, 819 
Limulus polyphemus, 300 
Linear model, 684-695 
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vallecurensis, 164, 167 
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Lithonida, 314, 317, 323, 329-330 
Littorina littorea, 640 
Liverworts, 430 
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agamid, 758 
New World, 160 
pygopodid, 757-780 
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Local clock analysis, 89 
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subdivision, 423-428 
Longhorn beetle, 89 
Longirostres, 390-391, 398, 400 
Longosuchus, 241-243, 247-252 
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opsin, 26-28 

rhodopsin, 23 
Lontra, 577, 590 
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longicaudis, 573 
Lorancameryx, 224 
Lordotus sp., 756 
Loris, 706 
Lorisiform, 711-713 
Loxocemidae, 440 
Loxocemus bicolour, 440 
Loxodonta, 591 
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monstrosum, 299, 305 
Nothofagus, 160 
Novacek, Michael J., see O’Leary, Maureen A., 853-866 
Novel versus unsupported clades: assessing the qualitative support 
for clades in MRP supertrees, Olaf R. P. Bininda-Emonds, 
839-851 
Novosieversia glacialis, 382 
nrDNA, 336 
Nucella, 631 
Nuclear 
alleles, 41, 103 
DNA, 37, 89, 95, 99, 103, 221, 374-375, 382-383, 407-408, 415, 418, 
423, 509, 571-593, 735, 757-758, 760-762, 764, 767, 770- 
775-776 
genes, 16, 28-29, 32, 41, 74 
genome, 374-375, 571, 604 
sequence, 308 
substitution model, 215, 287, 377, 604-617, 658, 674-683, 708 
Nucleotides, 122, 124, 126, 296, 300-301, 303, 692 
data, 305 
sequence, 156, 697, 747 
substitution, 121, 135, 375, 445, 465, 478, 480, 621, 651, 655, 750 
substitution model, 377, 604-617, 658 
Null 
distribution, 30, 761 
hypothesis, 16, 28, 241, 249, 278-279, 363-364, 425, 464, 478, 480, 
598, 600, 607, 609, 611, 613, 718, 720, 751, 761, 770, 775, 781-784, 
788, 790-792, 801 
model, 271-280, 480, 482, 484, 717-723 
Nyctaginaceae, 334, 344, 346-348 
Nyffeler, Reto, see Mast, Austin R., 271-280 
Nymphalid butterflies, 28 


375, 386, 57 
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Occam’s window, 50 
Occidozyga alevis, 719, 815 
Ochotona, 609 
princeps, 606 
Odocoileini, 209 
Odocoileus, 209, 212, 215, 218-219 
hemionus, 210 
virginianus, 210 
Odonata, 89 
Oena capensis, 38, 46 
Okapi, 206, 210 
Okapia, 207, 209, 212, 
johnstoni, 210 
Old World, 206-207, 548-550, 552 
Arenaviridae, 740 
badgers, 577, 590 
O’Leary, Maureen A., John Gatesy, and Michael J. Novacek, Are the 
dental data really at odds with the molecular data? 
Morphological evidence for the whale phylogeny 
(re)reexamined, 853-866 
Oligocene, 224-225, 795 
early-, 206—207, 216-218, 224 
late-, 206-207, 216-218, 225 
Oligocephalus, 492 
Olmstead, Richard G., see Scotland, Robert W., 
Onagraceae, 347 
Oncostylus, 382 
cocklaynei, 381 
leiospermus, 381 
One-tailed test, 28, 339 
Ontogeny, 430, 515-527 
Onycophora, 557 
Oopsacas minuta, 316 
Operational taxonomic units (OTU), 291, 620 
Ophidiocephalus, 7 
taeniatus, /5/, 
Ophiophagus, 451 
hannah, 441 
Opilioacarid, 300, 309 
Opilioacarida, 300 
Opilioacariformes, 300 
Opiliones, 557 
Opossum, 285, 656 
Opsin, 28-30 
Optimal tree, 4, 8, 17, 20, 121, 128, 320, 341, 357, 696, 760, 850 
Orangutan, 52-53, 794 
Orchidaceae, 346 
Oreamnos, 225 
Oreocalamus, 447, 451, 457 
hanitschi, 440 
Oreotragus, 221 
Ornithodorinae, 300 
Ornithorhynchus anatinus, 285 
Oropsylla silantiewi, 187 
Orsonwelles, 70-88, 103, 833 
ambersonorum, 73, 84, 88 
arcanus, 73, 79, 84, 88 
bellum, 71, 73, 88 
calx, 73, 84, 88 
falstaffius, 73, 79, 84, 88 
graphicus, 71, 73, 79, 84, 88 
indicium, 71, 73, 79, 88 
macbeth, 73, 77, 79, 84, 88 
malus, 71-73, 77, 79, 81, 88 
othello, 73, 77, 79, 84, 88 
polites, 72-73, 79, 84, 88 


torosus, 71, 76-77, 79, 81-82, 88 
ventus, 73, 79, 88 
Ortalis, 
cinereiceps, 388 
guttata, 286 
Orthoptera, 307 
Orthotylus, 103 
Oryctolagus cuniculus, 286, 289, 606 
Osteoderms, 239-252, 253-255, 851-852 
Osteolaemus, 386, 391, 409 
tetraspis, 388, 391, 405, 408-409, 415 
Osteological characters, 760 
Ostrich, 388 
Otariidae, 846 
Otobius megnini, 300 
Otospermophilus, 197 
variegatus, 189 
Otters, 571-573, 590 


Asian small-clawed, 573 
Cape clawless, 573 
Eurasian, 573 
giant, 573 
marine, 573 
Neotropical, 573 
North American, 573 
river, 577, 590 
sea, 573 
spotted-necked, 573 
Ourebia ourebi, 221 
Outgroup, 9, 27, 39, 48, 52, 56, 60-61, 81-82, 88, 89, 92, 94, 96, 99, 102, 
189, 192, 196, 205, 229-230, 232, 235, 237, 298, 301, 309, 386-387, 
391-392, 404, 415, 443, 446, 463-464, 557, 574, 576, 618, 620-622, 
660-661, 674, 707, 756-757, 762, 764, 767, 770-771, 775, 798-799, 
815, 821, 826-827 
Outgroup misplacement and phylogenetic inaccuracy under a 
molecular clock—a simulation study, B. R. Holland, D. Penny, 
and M. D. Hendy, 229-238 
Ovibos, 225 
Ovis, 209, 215, 218, 225 
aries, 210, 212 
Owl monkeys, 738 
Oxelman, Bengt, see Erixon, Per, 665-674 
Oxylipeurus chiniri, 39 


Pachygaster leachii, 756 
Paedomorphic salamanders, 503 
Page, Roderic D. M., see Johnson, Kevin P., 37-47 
Pairwise tests, 339, 344 
Palaeobolbomyia, 746, 750 
Palaeoheterodonta, 559-560 
Palaeoplatypygus, 749 
Paleocene, 551 
late-, 550 
Paleontological analysis, 605 
Paleontology, 206-207, 265 
Paleosuchus, 391, 409 
palpebrosus, 388, 405 
trigonatus, 405 
Pan, 706 
Pantophthalmidae, 756 
Pantophthalmus sp., 756 
Papilio, 589 
Paradelma, 758, 775 
orientalis, 758, 761 
Paradialictus, 24, 26 
Paralamyctes, 559 
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Paralictus, 24 
Paralinear distances (see also LogDet/paralinear distance), 287, 291 
Paraleucilla, 314-315, 320, 322, 324-325, 332 
sp., 316 
Parallel evolution, 296, 307 
Parametric 
bootstrap, 18, 598, 667, 726, 757-780 
bootstrap test, 607, 802, 807, 809, 812 
test, 790 
Paraplatypeza atra, 756 
Parasites, 26, 37-43, 45-46, 406, 735, 737-738, 740-742 
phylogeny, 740-741 
tree, 740, 742 
Parasitiformes, 299 
Parasitoids wasps, 430 
Parasphecodes, 24 
Paratomistoma, 399 
Paratypothorax, 241, 243, 248-252 
Paraxonia, 853, 861-862 
Parazoanthus, 317 
axineliae, 316 
Pareas, 451 
nuchalis, 440, 446 
Pareatinae, 439-440, 447, 452, 455 
Parisitological characters, 738, 742 
Parrots, 549-553 
Parsimony (see also maximum parsimony), 19, 23, 39, 41, 76, 122, 124, 
126, 131-132, 140, 147, 236, 258, 265, 335, 362-367, 386, 394, 396, 
501, 556, 584, 604, 632, 641-648, 656, 696, 750, 761, 809, 820, 827, 
832, 834-835, 841 
algorithms, 867 
analysis, 7, 26, 30, 42, 45, 70, 76, 79, 83, 249, 251, 255, 257, 260, 262, 
271-280, 336, 377, 389-390, 392, 406, 412, 423, 506, 508, 530, 554, 
571, 575, 583, 618, 620-621, 623, 629, 727, 764, 802, 804, 824 
analysis of endemicity (PAE), 271-280 
Camin-Sokal, 444, 446 
cladistic, 356, 365 
equally weighted, 620-621 
Fitch, 444, 446 
informative characters, 4, 323, 345, 446, 451, 529, 531, 773 
informative indels, 823 
informative sites, 28, 30, 613 
jackknife, 128 


linear, 342 
matrix, 241 
matrix-weighted, 623 
model, 361, 363 
permutation tail probability (PTP), 250, 252 
ratchet 368-373 
reconstruction, 629 
search, 368, 842 
squared-change, 337, 342 
support, 623 
trees, 9-10, 39, 42-43, 79, 286, 645, 762, 764, 771, 773, 802-804 
uniformative characters, 298 
weighted, 284 
Parsons, Thomas J., see Harshman, John, 386-402 
Partition analysis, 4 
Partitioned 
analysis, 396, 604-607 
branch support (PBS), 15-22, 76, 79, 307, 407, 409, 412 
likelihood analysis, 386-402 
likelihood support (PLS), 15-22, 
Partitioned likelihood support and the evaluation of data set conflict, 
M.S. Y. Lee and A. F. Hugall, 15-22 
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Partition homogeneity test (PHT; see also incongruence length 
difference [ILD] test), 6, 15, 41-42, 45, 344, 347 


Patagioenas 
fasciata, 38 
plumbea, 38 
speciosa, 38 
subvinacea, 38 
PcP, 735-744 
p-distances, 5 
Pecora, 206-207, 209, 213, 218, 221-222, 224-225 
Pedetes, 613 
capensis, 606 
Pedetidae, 604-606, 610-611, 613-614 
Pelagomapouria, 826, 829, 832-834 
Pelecorhynchidae, 753, 756 
Pelecorhynchus personatus, 756 
Penny, D., see Holland, B. R., 229-238 
Peracarida, 430 
Percidae, 488 
Percina, 491 
caprodes, 497, 500 
nigrofasciata, 491, 497, 500 
ouachitae, 497, 500 
roanoka, 491, 497-498, 500 
sciera, 491, 497, 500 
s.1., 494, 497 
Performance-based selection of likelihood models for phylogeny 
estimation, Vladimir Minin, Zaid Abdo, Paul Joyce, and Jack 
Sullivan, 674-683 
Pericharax, 314-315, 332 
Periods, 
cenozoic, 206, 631, 746 
cretaceous, 23, 33, 403, 419, 550-552, 631, 746, 753, 861 
early Cretaceous, 548-549 
early Eocene, 795 
early Miocene, 206-207, 209, 217-218, 224-225 
early Oligocene, 206-207, 216-217, 224-225 
eocene, 222, 403, 419, 857-858 
jurassic, 746, 751, 753 
late Cretaceous, 419, 549-552 


late Jurassic, 549, 746 

late Miocene, 218, 224 

late Oligocene, 225 

late Paleocene, 550 

late Pleistocene, 473 

late Triassic, 549, 745, 751, 754 
lower Cretaceous, 753 

lower Jurassic, 746, 749 
lower / middle Triassic, 746 
mesozoic, 549-553, 745-746 


mid-Cretaceous, 549, 552 


mid-Jurassic, 745 

mid-Miocene, 206-207, 209, 217-218, 224-225 
mid-Pleistocene, 198, 460, 473, 810 

mid-Tertiary, 549 

mid-Triassic, 548 

miocene, 207, 221, 451, 549, 551, 629, 761, 776, 808 
neogene, 206 

oligocene, 224-225, 795 

paleocene, 551 

pleistocene, 186, 198, 460-476, 777, 797, 807-808, 812 
pliocene, 224-225, 629 

plio-pleistocene, 225 
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quaternary, 55 


" 
tertiary, 549-553, 74 


—5 
triassic, 239-252, 403, 


upper Cretaceous, 7 
upper Jurassic, 75 
upper Triassic, 7 
Perissodactyla, 850, 857-858 
Permutation tail probabilities (PTPs), 250, 25 
Petrobiona, 314-315, 317, 320, 322-324, 328-329, 
nassiliana, 316 
Petrobionidae, 314 
Petromarmota, 186, 192-195, 197-198 
ita, 189 
nventris, 


189 


npus, 189, 193 


eucotis, 
Phenoty pes, 241, 349 
Philippines, 
Philosophy 
of science, 
Philothamnini, 457 
Phocidae, 846-847 
Phthiraptera, 37-47 
Phyllostomoidea, 460 
Phylogenesis, 520 
Phylogenetically informative characters, 55-56, 826 
Phylogenetic 
accuracy, 121, 528-538 
artifacts, 594 
C lade, 714 
comparative method (PCM), 684-695 
congruence, 165 
conservatism, 1 
data, 89, 248-249, 314, 649, 724, 726, 745, 747 
distance, 491 
effect, 488—500, 684, 686, 692, 694 
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species, 833 
structure, 178, 181, 473, 686-687, 691 
studies, 32, 110, 188, 374-375, 545, 757-758, 821-822 
supertrees, 839-851 
systematics, 260, 510, 735 
taxonomy, 852 
tests, 781 
tools, 311 
tree, 119, 121, 126, 71, 112, 131, 134-135, 244, 289-290, 359, 364-365, 
27, 463, 515, 554-555, 669, 671, 685, 692, 715, 749, 760-761, 771, 
791, 824, 847, 849 
uncertainty, 39, 132, 488 
utility, 27, 30, 32 
Phylogenetic methods and Aetosaur interrelationships: a rejoinder, 
Simon R. Harris, David J. Gower, and Mark Wilkinson, 851-852 
Phylogenetic relationships among Calyptraeid gastropods and their 
implications for the biogeography of marine speciation, Rachel 
Collin, 618-640 
Phylogenetic systematics and evolution of primate—derived 
Pneumocystis based on mitochondrial or nuclear DNA 
sequence comparison, Jean-Pierre Hugot, Christine 
Demanche, Véronique Barriel, Eduardo Dei—Cas, and Jacques 
Guillot, 735-744 
Phylogenetics, 1-14, 48, 70-88, 95, 127, 136, 243, 247, 270, 334-351, 
386, 477-487, 515-527, 557, 
782-783, 794, 847, 862 
Bayesian, 48, 54, 89-109 
molecular, 187, 283-295, 311, 715 
vertebrate, 388 


352-367, 565, 594-603, 655, 665, 


Phylogenetics of advanced snakes (Caenophidia) based on four 
mitochondrial genes, Christopher M. R. Kelly, Nigel P. Barker, 
and Martin H. Villet, 439-459 

Phylogenetics of fanged frogs: testing biogeographical hypotheses at 
the interface of the Asian and Australian faunal zones, Ben J. 
Evans, Rafe M. Brown, Jimmy A. McGuire, Jatna Supriatna, 
Noviar Andayani, Arvin Diesmos, Djoko Iskandar, Don J. 
Melnick, and David C. Cannatella, 794-823 

Phylogenomics, 119-124 

Phylogeny, 8-9, 23-36, 37-47, 48-54, 57, 60-61, 63, 66, 89, 92, 111, 114, 
121, 133, 136, 139, 152, 159-185, 186-205, 206-228, 229, 239, 

BE 


A 


D, 
253-255, 264, 272, 280, 296-310, 311-333, 334-335, 345, 348, 368, 
374-385, 386-402, 430, 460-461, 471, 488, 493, 497-498, 501-514, 
539, 543, 548, 571-593, 604-617, 632, 645, 


eigenvector regression (PVR), 694 
error, 119, 121, 124-125 


estimates, 159, 284, 530, 802, 850 515, 520-521, 525-526 


evidence, 503 
framework, 311, 728 
generalized least squares (PGLS), 
history, 91, 131-132, 337, 348-349, 501, 589-590, 641, 745 
hypothesis, 1, 55, 62, 212, 268, 283, 352, 354, 362-363, 401-406, 445, 
, 571, 632, 672, 689, 693, 725-726, 728, 740, 
742, 745, 764, 854, 858, 860-861 
inference, 75, 180, 187, 296, 306, 335, 344 
554, 612, 641, 696, 791 


information, 96, 296, 311, 327, 339, 589, 686, 747, 761 


a/ 


352, 359, 368-373, 463, 511, 


level, 542 

markers, 864 

methods, 131, 229, 283, 285, 291, 293, 352, 358, 469, 480, 641-642, 
665, 677 

model, 133, 594, 649, 651, 654, 656, 661 

patterns, 342-344, 348 

reconstruction, 19, 39, 83, 287, 318, 375, 539-548, 571, 658, 665, 669, 
671, 685, 724-729, 860-861, 864 

relationships, 2, 23, 35, 71, 92, 102, 159, 179, 181, 186, 199, 213, 215, 
220, 239, 245, 255, 265, 335-336, 347, 439, 444, 447, 451, 471, 477, 
548, 554, 591, 623, 728, 745, 775, 797, 828 


signal, 39, 55, 63, 70, 79, 83, 186, 197, 199, 328, 334, 371-372, 403, 412, 


415-416, 445, 497, 511, 577, 581, 584, 591, 773, 853-855, 857, 860 


647, 649-664, 665-673, 674-683, 687, 692-693, 696-704, 714, 724, 
728, 735, 737, , 791, 757-780, 792, 798, 801-802, 820, 855, 

864 

aetosaur, 852 

cetacean, 854 

chloroplast, 375 

estimates, 423-428, 674, 677, 682 

fly, 746 

gene, 374 

host, 740, 742 

hypotheses, 738 

mammalian, 857 

molecular, 37-47, 206, 545, 781, 832 

morphological, 206 

muroid, 613 

parasite, 740-741 

Pneumocystis, 737, 740 

reconstruction, 264, 349, 501, 511, 542-543, 545, 586 

rodent, 613 

tetrapod, 283-295 

whale, 853 

Phylogeny and evolution of Calcareous sponges: monophyly of 

Calcinea and Calcaronea, high level of morphological 
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homoplasy, and the primitive nature of axial symmetry, 
Michael Manuel, Carole Borchiellini, Eliane Alivon, Yannick Le 
Parco, Jean Vacelet, and Nicole Boury-Esnault, 

311-333 


Phylogeny of eusocial Lasioglossum reveals multiple losses of 


eusociality within a primitively eusocial clade of bees 
(Hymenoptera: Halictidae), Bryan N. Danforth, Lindsay 
Conway, and Shugqing Ji, 23-36 
Phylogeny reconstruction: the role of morphology, Robert W. 
Scotland, Richard G. Olmstead, and Jonathan R. Bennett, 
539-547 
Phylogeographic 
analysis, 460 
structure, 460-476 
Phylogeography, 92, 801, 812 
Phylogram, 100, 140, 621 
Phymaturus indistinctus, 160, 164 
Physeter, 706, 712 
Phytosaurs, 253 
Pianka, Eric R., see Jennings, W. Bryan, 757-780 
Pichia anomala, 316 
Picoides pubescens, 286 
Pigeons, 37, 41, 45 
New Zealand, 45 
Pigs, 854 
Pinworm, 742 
Pithecia, 737, 740, 742 
pithecia, 736 
Pityohyphantes, 77 
costatus, 73, 88 
Placental mammals, 591 
Placozoa, 31 
Plagithmysus, 89 
Plankton, 618 
Plants, 89, 106, 335, 347, 517, 541, 696, 746, 794, 820 
flowering, 375, 518, 753, 820 
seed, 542, 781 
Plasmid DNA, 316 
Platodes, 520 
Platymantinae, 794 
Platypezidae, 756 
Platypodid beetles, 23 
Platyrrhini, 738, 742, 735, 737, 741 
Plecoptera, 106 
Plectroninia, 314-315, 317, 323, 328-329, 332 
halli, 329 
Pleistocene, 186, 198, 777, 797, 807-808, 812 
divergence, 460-476 
late-, 473 
mid-, 198, 460, 473, 810 
Plesiometacarpalia, 207, 215 
Plethodontid salamanders, 510 
Pletholax 
gracilis, 757, 759 
hortulanus, 761 
Pliocene, 629, 629 
Plio-pleistocene, 225 
Pneumocystis, 735-744 
carinii, 735-736 
carinii aotus, 736, 738, 742 
carinii callimico, 736, 738 
carinii callithrix, 736, 738, 740 
carinii fascicularis, 736 
carinii fuscicollis, 736, 738 
carinii geoffroyi, 736, 738, 740 
carinii griseus, 736 


carinii hamlyni, 736 

carinii imperator, 736, 738 

carinii macaco, 736 

carinii midas, 736, 738 

carinii mulatta 1, 736 

carinii mulatta 2, 736 

carinii muris, 736 

carinii nemestrina, 736 

carinii nictitans, 736 

carinii nigroviridis, 736 

carinii oedipus, 736 

carinii pithecia, 736, 738, 742 

carinii sciureus, 736, 738, 742 

DNA, 736 

genes, 742 

genotype 

jiroveci, 736 

phylogeny, 737, 740 

pneumonia (PcP), 735-744 

spp., 735, 738, 742 
Poe, Steven, Evolution of the strategy of long-branch subdivision to 

improve the accuracy of phylogenetic methods, 423-427 

Poe, Steven, see de Queiroz, Kevin, 352-367 
Poisson 

distribution, 133 

process model, 134 
Polhemus, Dan, see Jordan, Steve, 89-109 
Polinices didyma, 640 
Pollock, David D., see Hillis, David M., 124-126 
Polychaetes, 430 
Polymerase chain reaction (PCR), 26, 39, 74, 94, 301, 316, 376, 383, 389, 

404, 571, 574, 591, 606, 620, 736, 738, 758, 823 

amplification, 2-3, 161, 375, 389, 736, 747 

recombination, 384 
Polymorphic characters, 505, 833 
Pongo, 706 
Pontederia 

cordata var. cordata, 154, 156 

cordata var. lancifola, 154, 156 

cordata var. ovalis, 154, 156 

rotundifolia, 154, 156 

sagittata, 154, 156 
Pontederiaceae, 139-140, 143, 147, 154, 156 
Popper and systematics, Olivier Rieppel, 259-270 
Popper, Karl, 259-271, 352-367 
Popper’s degree of corroboration, 352, 355, 360, 363, 366 
Porifera, 311-333 
Potent antiretroviral therapy (PART), 660-661 
Prairie dog, 186, 
Prestosuchidae, 252 
Priapulus caudatus, 316 
Price, Samantha E., see Bininda-Emonds, Olaf R. P., 724-729 
Primary characters, 725-726 
Primates, 52-53, 57, 549, 606, 707-708, 735-744 
Principle component analysis (PCA), 687 
Principle coordinates analysis, 860 
Pristichampsus, 409 
Probability, 352-367 
Procervulus, 224 
Procrustes, 66-69 

distance, 67, 190, 192, 493 

generalized analysis, 66, 68 

geometry, 67-68 
Procyonidae, 573-574, 846 
Procyoninae, 573 
Procyon lotor, 573-574 
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Progressive rearing, 1 
Prokaryotes, 658-660 
Propithecus, 706 
Prosobranchia, 328 


Prostriata, 296, 300, 304, 307 


Protein-coding, 391 


genes, 23, 39, 74, 94, 297-298, 307, 358, 396, 405, 445, 460, 471, 506, 


604, 609, 612, 656, 682, 705-706 
regions, 52, 165 
Protein evolution, 602 

Protists, 429-430 


Protracoceru hb 
ivocerus lavid 


Prunoideae, 378-37 
1, 785, 787, 791 
1B. 785. 787-788. 791 


Psammophiinae, 439-440, 452, 455 
Psammophis, 451 
denarus, 441 

sambicus, 441, 459 

51 

459 

94 102 


a a 
ammopt 4 


iriabilis, 441 


Pseudoboini, 456 
Pseudoreplicate, 55-65 

Pseudoxyrophiinae, 439, 441, 443, 452, 455-456 
Psittacidae, 551 

Psittiformes, 551 

Psychodomorpha 


) 


Psy NY 


tria, 820-841 
sis, 821-822 
822, 826, 829, 833-834 
idiflora, 822, 826, 828-829, 832, 834 
elliae, 820, 822-823, 825-827, 829, 832-834 


ayi, 822, 826, 829, 833-834 
nsis subsp. hawatiensis, 829 

vaiiensis var haw aiiensis, 822, 829, 833 
aiiensis var. hillebrandii, 822-823, 829 
hexandra, 822, 828-829, 832, 834 
hexandra subsp. O’ahuensis, 822 
hobdyi, 822, 828-829, 832, 834 
hombroniana, 821-822 
kaduana, 822, 829, 831, 833 

lu zionensis, 821 822 

mariniana, 822, 825, 827, 829, 832-834 

mauiensis, 822, 829, 833 

pickeringii, 821-822 

sp. Fiji, 821-822 

sp. Guam, 822 

sp. Tinian Is., 821 

tahitiensis, 821-822, 826 

wawrae, 822, 829, 834 
Pteriomorphia, 561 
Pteronura, 590 

brasiliensis, 581, 583, 589-590 
Pterygota, 328 
Ptilinopus occipitalis, 38 
Ptiolina fasciata, 756 
Punctuational evolution, 831 
Pupal characters, 8 
Purvis, Andy, see Bininda-Emonds, Olaf R. P., 724-729 
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P-values, 18, 22, 28, 99, 132, 137, 147, 156-157, 190, 192, 273, 279, 345, 
394-395, 406, 425, 598-600, 692, 722, 761, 770, 783-785, 787-788, 
790-791 

adjustment, 781-793 

Pycnogonida, 557 

Pygopodidae, 757-780 

Pygopodid 

lizards, 757-780 
phylogeny, 758, 764 
tree, 757, 760, 770 
Pygopus, 757-758, 762, 764, 767, 770-771, 775 
nigriceps, 759-761, 775 
Paradelma) orientalis, 759 
schraderi, 758 
steelesc otti, 758 
Pythonidae, 440 
Python reticulatus, 440 


Quail, 551 

Qualitative support (QS) index, 839, 841, 844, 847 
Quamoclidion, 336 

Quartet puzzling (QP) values, 558 


Quaternary, 552 


Rabbits, 289 
Raccoon, 573 
RAG-1, 405, 408 
RAG-2, 604, 606-610, 613-614 
Raguso, Robert A., see Levin, Rachel A., 334-351 
Rana 

nigromaculata, 798 

signata, 810 

ittis 

Random 


vera, 815 
generation, 110-118 
trees, 30, 115, 445, 681 
Rangifer, 209, 212, 215, 218-219 
tarandus, 210 
Rangiferini, 209 
Ranodon sibiricus, 286 
Ranunculaceae, 347 
Ranunculus, 347 
Rare genomic changes, 296 
Rate 
distribution, 594-603 
homogeneity model, 463 
of evolution, 602, 641, 646-647, 677, 746, 753, 833 
Rates-across-sites model, 595-596 
Ratite, 290 
birds, 549-553 
Rats, 290 
Rattus norvegicus, 286, 606, 736 
Rauisuchia, 241-243, 251 
rbcL, 140, 336, 379, 696-704 
rDNA, 405, 408, 808, 820 
Recapitulation, 515-527 
Recognition, 110-118 
Reconciliation analysis, 39, 42 
Recursion, 110-118 
Reconstructing ancestral patterns of colonization and dispersal in the 
Hawaiian understory tree genus Psychotria (Rubiaceae): a 
comparison of parsimony and likelihood approaches, Molly 
Nepokroeff, Kenneth J. Sytsma, Warren L. Wagner, and 
Elizabeth A. Zimmer, 820-841 
RDPII project, 696-704 
Red deer, 210 
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Redondasuchus, 241-243, 248-252 
Red panda, 846 
Reductive characters, 245 
Redunca, 209, 212, 215 
fulvorufula, 210 
Reduncini, 209-210 
Redundancy analysis (RDA), 687-689, 693 
Reed, David L., see Cummings, Michael P., 477-487 
Regression, 66-69 
analysis, 68 
model, 684, 686 
Regularia, 328 
Reindeer, 210 
Reithrodontomys sumichrasti, 677 
Relative warp analysis (RWA), 198 
Reliability of Bayesian posterior possibilities and bootstrap 
frequencies in phylogenetics, Per Erixon, Bodil Svennblad, 
Tom Britton, and Bengt Oxelman, 665-673 
RELL bootstrapping, 390 
Remipedia, 557 
Reptiles, 524 
Reptilia, 239, 253 
Rescaled consistency index, 762, 764 
Retention index, 3, 5-6, 10, 28, 56, 76, 217, 304, 339, 345-346, 348, 
577-578, 581-583, 762, 764, 826 
Reticulate evolution, 374-385 
Reweighted characters, 318, 327, 371 
Rhagionidae, 746, 756 
Rhagoletis, 754 
Rhamnaceae, 375 
Rhamnus, 378-379 
cathartica, 377 
Rhamphiophis, 451 
acutus, 441, 459 
oxyrhynchus, 441 
Rhamphotyphlops braminus, 440 
Rhea americana, 550 
Rheas, 550 
Rhingia nasica, 756 
Rhinocerus, 706-708, 794 
Rhipicentor, 305-306 
nuttalli, 299 
Rhipicephalinae, 297-298, 305-307 
s.l., 296, 299, 304-305, 307, 309 
Rhipicephalus, 299, 306 
appendiculatus, 299, 306, 310 
compositus, 299 
evertsi, 299, 310 
maculatus, 299 
pravus, 299, 310 
pulchellus, 299, 306, 310 
pumilio, 306 
punctatus, 299 
sanguineus, 299, 306, 310 
simus, 299 
turanicus, 299, 306 
zambeziensis, 299 
zumpti, 299 
Rhizomys, 613 
pruinosus, 606 
Rhynchosaurs, 253 
Rieppel, Olivier, Popper and systematics, 259-270 
Ringtail, 573 
Rivulidae, 548, 552 
Rivulus marmaratus, 549 
RNA, 555, 610 


mitochondrial, 445 
polymerase II, 557 
secondary structure, 283-295 
sequencing, 49, 651 
Rock squirrel, 194, 197 
Rodent, 656, 679-680 
Holarctic, 186 
phylogeny, 613 
tree, 615 
Rodentia, 186, 604-617 
Rodman, James E. and Jeannine H. Cody, Taxonomic impediment 
overcome: NSF’s Partnerships for Enhancing Expertise in 
Taxonomy (PEET) as a model, 428-435 
Roger, Andrew J., see Susko, Edward, 594-603 
Rohlf, F. James and Fred Bookstein, Computing the uniform 
component of shape variation, 66-69 
Rokas, Antonis, see Cummings, Michael P., 477-487 
Rooted 
duplication tree (RDT), 110-111, 113, 115 
tree, 865 
Rooting, 386-402 
Roots of phylogeny: how did Haeckel build his trees?, Benoit Dayrat, 
515-527 
Rosa, 375 
multiflora, 375-377 
Rosaceae, 374-377, 379, 382 
Rosenberg, Michael S. and Sudhir Kumar, Taxon sampling, 
bioinformatics, and phylogenomics, 119-123 
Rosoideae, 378-379 
rRNA, 131, 283-285, 291, 293, 297, 307, 615 
Rubiaceae, 820 
Rubus, 375 
odoratus, 376-377 
Ruminantia, 206-22 
Rupicapra rupicapra, 221 
Rutaceae, 347 


Sable antelope, 210 
Saccharomyces cerevisiae, 316 
Saguinus, 740, 742 
fuscicollis, 736-737 
imperator, 736 
midas, 736, 738 
oedipus, 736 
Saimiri, 740, 742 
sciureus, 736 
Salamanders, 287, 501-514 
cave, 501 
hemidactyliine, 509 
paedomorphic, 503 
plethodontid, 510 
Sampling design, 159-185 
Sampling strategies for delimiting species: genes, individuals, and 
populations in the Liolaemus elongatus—kriegi complex 
(Squamata: Liolaemidae) in Andean-Patagonian South 
America, Mariana Morando, Luciano J. Avila, and Jack W. Sites 
Jr., 159-185 
Sandvik, Hanno, Genes, categories, and species: the evolutionary and 
cognitive causes of the species problem (rev.), 565-567 
Sarcoscyphineae, 430 
Sarona, 833 
Savage—Dickey ration, 48, 50, 53 
Scale, 271-280 
of being, 515-527 
Sceloporus jarrovii, 160 
Scenopinidae, 750, 756 
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Scent, 334-351 
» hiedea, r 
Sch 


7 —s 


(Ol, Foe 


Schizophora, 746, 749 , 754 

Schwarz, Michael P., Nicholas J. Bull, and Steven J. B. € ooper, 
Molecular phylogenetics of Allodapine bees, with implications 
for the evolution of sociality and progressive rearing, 1-14 

Scincidae, 757 

Sciuridae 

j 

j 


186, 605-606, 608, 614-615 


Sciurid convergence, 186—205 


Scuirids, 188, 197 


Sciurini, 189 


Sciuroidea, 604-606, 608-610, 613 


Sciuromorpha, 605, 614 


275 
aa 
Z/o 
275 


Scolecophidia 


Scolopenara cin 


440) 


orpiones, 300, 556 


r orpionoide a, 556 
cotland, Robert W 


Richard G. Olmstead, and Jonathan R. Bennett, 


Phylogeny reconstruction: the role or morphology, 539-5 


“a anemones, 430 
astar, 139-140, 143 
“a urchins 


hinometra, 631 


ed plants, 542, 781 


lenodontia, 22 

llalictus, 24, 2 

micassis pyrum, 640 

nsitivity analysis, 55 

quence analysis 

quence-tagged sites, 57 

rinus canaria, 389 

x ratio, 24, 33 

Shape statistics, 66-69 

Sheep, 206, 210, 854, 857 

Shell characters, 619, 623 

Shimodaira—Hasegawa test,15—22, 96, 98, 212, 216, 221, 444445, 464, 

468, 504, 508, 781-793 

Short-tailed bat, 460 

Shrimp, 23 

Synalpheus, 631 

Sicista, 614 
tianshanica 

Sieversia, 374 


Sigapatella, 619, 632, 639 


606 


novaezelandiae, 639 
terraenovae, 639 


Significance test, 781-793 


Silicispongia, 320 
Silverswords, 89 
Simimeryx, 222 


Simon, Chris, see Jordan, Steve, 89-109 
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Simple, fast, and accurate algorithm to estimate large phylogenies by 
maximum likelihood, Stéphane Guindon and Olivier Gascuel, 
696-704 

Simulation (see also computer simulation and Monte Carlo 
simulation), 423-428, 665-673 

Single-copy genes, 375 

Single-gene tree, 20 

Single-valve decomposition (SVD), 68-69 

Sinsheimer, Janet S., see Suchard, Marc A., 48-54, 649-664 

Siphopatella, 619, 623, 639 

walshi, 623, 639 
Sites-specific rates (SSR) 

analysis, 612 
model, 4, 8, 26-28, 30, 463, 466-468, 610, 612, 674 

tree, 610-611 

Sites, Jack W., Jr., see Morando, Mariana, 159-185 

Skeletal characters, 199, 222, 313, 403 

Skunks, 572-573 

Smedmark, Jenny E. E., Torsten Eriksson, Rodger C. Evans, and 
Christopher S. Campbell, Ancient Allopolyploid speciation in 
Geinae (Rosaceae): evidence from nuclear granule-bound 
starch synthase (GBSSI) gene sequences, 374- 

Snails, 70 

Snakes, 286-287, 456 

African, 456 
advanced, 439-459 


colubrid, 758 


385 


Madagascan, 456 
Snipe flies, 745-746 
Snout characters, 416 
Social 

behavior, 23-36 

evolution, 1-14, 23-36 
Soft ticks, 300 
Solanaceae, 347 
Soldier flies, 746 
Soleneiscidae, 314 
Soleneiscus, 314-315, 

radovani, 316 
Sordariales, 430 
Source trees, 727, 840-844, 846 
South Africa, 717 


Southern cassowary, 388 


-723 
x, 61 3 
zemni, 606 
Spearman’s rank correlation test, 339, 346 
Speciation, 70-88 
Speciation on a conveyor belt: sequential colonization of the Hawaiian 
islands by Orsonwelles spider (Araneae, | inyphiidae), Gustavo 
Hormiga, Miquel Arnedo, and Rosemary G. Gillespie, 70-88 
Species 
boundaries, 159-185 
radiations, 89-109 
5, 727 
189, 194, 197 
beldingi, 189, 204 
citellus, 189, 204 


trees, 63, 180, 7 


Spermophilus, 


eversmanni, 205 
grammurus, 204 
gravojerici, 204 
karamani, 204 
richardsoni, 189, 204 
tridecemlineatus, 606 
undulatus, 189, 204-205 
variegatus, 194, 197, 204 


Sphecodogastra, 24, 32 
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Sphenodon punctatus, 286 

Spiders, 56, 58, 60, 62, 70-88, 300, 430, 833, 557 
ground, 430 
orsonwelles, 70-88, 833 
tetragnathid, 70, 105 


5 


Sponges, 525 
asconoid, 31 
calcareous, 311, 320, 
leuconoid, 
syconoid, 31: 
sylleibid, 31 
Spongiae, 520 
Spongilla, 317 
lacustris, 316 
Squamata, 159 
Squared-change parsimony, 337, 342 
Squirrel monkey, 52-53 
Squirrels, 
ground, 186, 197 
rock, 194, 197 
terrestrial, 187-188 
tree, 188, 197 
Stability, 55-65 
analysis, 554-564 
Stability in phylogenetic formulations and its relationship to nodal 
support, Gonzalo Giribet, 554-564 
Stagonolepis, 247-248 
robertsoni, 241, 243, 250-251 
wellesi, 241, 243, 250-251, 254 
Stalk-eyed flies, 32 
Staphylinidae, 430 
Star 
topology analysis, 481 
tree, 236, 236 
State (see character state) 
Statistical 
analysis, 131, 847 
test, 197 
Staurorrhaphidae, 314, 328, 333 
Stenomphrale teutankameni, 756 
Stephanocemas, 224 


Strepsirrhine, 711-713 


Stochastic mapping of morphological characters, John P. Huelsenbeck, 


Rasmus Nielsen, and Jonathan P. Bollback, 131-158 
Stochastic model, 152, 705, 761, 833 
Stratiomyidae, 756 
Stratiomyomorpha, 746, 750-751, 756 
Straussia, 820, 826, 828-829, 832-833 
Strepsirhini, 738 
Streptopelia 
capicola, 38, 46 
decaoc to, 38 
senegalensis, 38, 46 
vinacea, 38, 46 
Strict component consensus (SCC), 241, 243, 248, 250 
tree, 251, 532-533, 535 
Strict consensus, 406 
tree, 57-58, 61, 323, 339, 344, 737, 826-827 
Strict reduced consensus (SRC) method, 240, 243, 247-248, 
250 
tree, 250 
Strobilanthes, 543 
Struthio camelus, 388, 405 
Struthioniformes, 551 
Sturnira lilium, 472 
Stylipus, 383 


Suberites, 317 
ficus, 316 
Substitution 
model, 3, 140, 293, 371, 463, 577 
rates, 471 
Suchard, Marc A., Christina M. R. Kitchen, Janet S. Sinsheimer, and 
Robert E. Weiss, Hierarchical phylogenetic models for 
analyzing multipartitie sequence data, 
649-664 
Suchard, Marc A., Robert E. Weiss, and Janet S. Sinsheimer, Testing a 
molecular clock without an outgroup: derivations of induced 
priors on branch-length restrictions in a Bayesian framework, 
48-54 
Sudila, 24, 32 
Suine artiodactylans, 854 
Sulawesi, 794-819 
Sullivan, Jack, see Minin, Vladimir, 674-683 
Summary characters, 337, 342 
Sum of squared deviations (SSD), 
Supermatrix, 724-729 
analysis, 724, 726, 728, 853 
Supertree, 439-459, 528-538, 724-729, 865 
analysis, 725-726, 728, 853 
carnivore, 845 
clade, 840-841 
consensus, 440, 447 
construction, 728, 839 
MRP, 439, 444 
phylogenetic, 839-851 
support, 55-65, 665-673, 839-851 
Supertrees are a necessary not-so-evil: a comment on Gatesy et al., 
Olaf R. P. Bininda-Emonds, Kate E. Jones, Samantha A. Price, 
Richard Grenyer, Marcel Cardillo, Michael Habib, Andy 
Purvis, and John L. Gittleman, 724-729 
Supriatna, Jatna, see Evans, Ben J., 794-823 
Susko, Edward, Chris Field, Christian Blouin, and Andrew J. Roger, 
Estimation of rates-across-sites distributions in phylogenetic 
substitution models, 594-603 
Svennblad, Bodil, see Erixon, Per, 665-674 
Swallowtail butterflies, 589 
Swofford-Olsen-Waddell-Hillis test (GQOWH), 607, 611, 615 
Sycetta, 314-315, 332 
Sycettidae, 314 
Sycettusa, 314-315, 320, 322-324, 328, 3: 
sp., 316 


Sycon, 311, 313-3 


1 
calcaravis, 316-% 
ciliatum, 316-317, 3 


ensiferum, 333 


raphanus, 316-317, 322- 

spp., 320 
Syconessa, 314—315, 332-333 
Sylvicola alternatus, 756 
Symbionts, 735, 743 
Symmetric-difference tree, 463 
Sympatric 

lineages, 46-476 

speciation, 618-640 
Symphoromyia hirta, 756 
Symphyla, 557 
Synalpheus shrimp, 631 
Synechocystis, 659 
Syrphidae, 756 
Systematic characters, 243 
Systematics, 23-36, 55, 259-271, 403, 430, 515-527, 539, 565, 632, 674, 


853 
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molecular, 430, 501-514, 571-572, 591, 745-756, 820-841 
phylogenetic, 510 
Systematics of the lizard family Pygopodidae with implications for 
the diversification of Australian temperate biotas, W. Bryan 
Jennings, Eric R. Pianka, and Stephen Donnellan, 
757-780 
Systematic utility of floral and vegetative fragrance in two genera of 
Nyctaginaceae, Rachel A. Levin, Lucinda A. McDade, and 
Robert A. Raguso, 334-351 


Sytsma, Kenneth J., see Nepokroeff, Molly, 820-841 


Tabanidae, 746, 753-754, 


756 
Tabanomorpha, 745-746, 750-751, 756 
Tabanus, 754 
rufograter, 756 
Taihangia rupestris, 3 
Tamiini, 189, 194 
Tamias, 189, 205 
sibiricus, 205 
striatus, 189, 205 
Tamiasciurus hudsonicus, 606 
Tamura and Nei model, 703 
Tandem duplication trees, 110-118 
Tapirs, 857 
Tarsier, 52-53 
Taxic-homology, 539-548 
Taxidea, 590 
taxus, 571-573, 581 
Taxidiinae, 571-573 
Taxonomic 
congruence, 853, 862 
impediment, 428-435 
sampling, 832 
training, 428-435 
Taxonomic impediment overcome: NSF's Partnerships for Enhancing 
Expertise in Taxonomy (PEET) as a model, James E. Rodman 
and Jeannine H. Cody, 428-435 
Taxonomy, 330, 390, 474, 539-548 
Calyptraeid, 619 
Taxon sampling, 71, 119-124, 124-126, 207, 306-307, 423, 442, 446, 451, 
539, 542-543, 614, 619, 632-633, 641-642, 644-645, 802, 
853 
Taxon sampling, bioinformatics, and phylogenomics, Michael S. 
Rosenberg and Sudhir Kumar, 119-123 
Tayra, 573 
Tegula, 619, 631, 633 
Teiidae, 689 
Teinobasis, 91, 94, 96 
palauensis, 102 
rufithorax, 102 
Telemetacarpalia, 207, 215, 219 
Templeton tests, 15-22, 339, 344-345 
Termites, 23, 33 
Terrestrial squirrels, 187-188 
Tertiary, 549-553, 746, 753 
mid-, 549 
Testing a molecular clock without an outgroup: derivations of 
induced priors on branch-length restrictions in a Bayesian 
framework, Marc A. Suchard, Robert E. Weiss, and Janet S. 
Sinsheimer, 48-54 
Tests 
approximately unbiased, 781-793 
Bayesian, 607, 615 
chi-square, 307, 395, 397-398, 607 
goodness-of-fit, 464, 471, 674 
hypothesis, 48-54, 781-793 
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incongruence length difference (ILD) (see also partition 
homogeneity), 3, 11, 15, 26, 28, 75-76, 418, 467, 604, 607-609, 
613, 622, 773, 853-855, 860, 862 
Kishino—Hasegawa, 4, 10, 15-22, 212, 216, 390, 392, 394-396, 398, 
445, 504, 781 
Kolmogrov-Smirnov, 190 
likelihood ratio (LRT), 41-42, 48, 54, 63, 95, 352, 363-364, 377, 379, 
390, 394, 445, 575, 580, 598, 600, 604-617, 621, 655, 674-683, 714, 
801, 825, 849 
likelihood weight, 18-19, 22 
log-likelihood ratio, 3-4, 377, 379 
Mantel, 491 
maximum likelihood, 614 
Monte Carlo randomization, 684 
nonparametric, 781 
nonparametric signed-rank, 16 
one-tailed, 28, 339 
pairwise, 339, 344 
parametric bootstrap, 607, 802, 807, 809, 812 
parametric, 790 
partition homogeneity (see also incongruence length difference), 6, 
15, 41-42, 45, 344, 347 
phylogenetic, 781 
Shimodaira—Hasegawa,15-22, 96, 98, 212, 216, 221, 444-445, 464, 
468, 504, 508, 781-793 
significance, 781-793 
Spearman’s rank correlation, 339, 346 
statistical, 197 
Swofford-Olsen-Waddell-Hillis, 607, 611, 615 
Templeton, 15-22, 339, 344-345 
topological ILD, 75-77 
two-tailed, 339 
Wilcoxon rank sum, 337, 345 
Wilcoxon signed rank, 406, 668, 857 
Tetilla japonica, 316 
Tetracerus, 221 
quadricornis, 221 
Tetraconata, 557 
Tetragnatha, 103 
Tetragnathidae, 56-57 
Tetragnathid spiders, 70, 105 
Tetramolopium, 820 
Tetraphyllidea, 430 
Tetrapods, 283, 285 
evolution, 
phylogeny, 283-295 
Thamnophiini, 447 
Thamnophis, 447, 451 
butleri, 440 
elegans, 440 
Therevidae, 430, 750, 756 
Thin-plate spline, 189, 192-193, 488-500 
Thomomys bottae, 606 
Thoracosaurus, 398, 401, 417-418 
Thorne, Jeffrey L., see Wiegmann, Brian M., 745-756 
Three-item statements, 255-259 
Three-parameter TN92 model, 293 
Thrincohalictus, 24 
Thrips, 23 
Ticks, 296-310 
hard, 296-298, 300-301, 304, 309 
metastriate, 297, 306 
prostriate, 297 
rhipicephaline, 304, 306 
soft, 300 
Tigers, 794 
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Time flies, a new molecular time-scale for Brachyceran fly evolution 
without a clock, Brian M. Wiegmann, David K. Yeates, Jeffrey 
L. Thorne, and Hirohisa Kishino, 745-756 
Time-homogeneous model, 647 
Tipula (Platytipula) paterifera, 756 
Tipulidae, 756 
Tipulomorpha, 756 
Tockus nasutus, 286 
Tomistoma, 386, 391-392, 394, 396-399 
cairense, 405 
schlegelii, 386, 388, 403, 405-406, 408-409, 412, 415-419 
Tomistominae, 403, 405, 416-418 
Topological ILD test, 75-77 
Tortricine moths, 430 
Total evidence, 55-65, 864 
analysis, 839 
Total evidence versus relative evidence: a response to O'Leary et al. 
(2003), Gavin J. P. Naylor and Dean C. Adams, 864-865 
Trachemys scripta, 286 
Tragelaphini, 209-210 
Tragelaphus, 209, 212, 219 
imberbis, 210 
Tragopan satyra, 
Tragulidae, 206-207, 209-210, 213, 222 
Tragulina, 206-207, 209, 218, 222 
Tragulus, 206, 209, 212-213, 215, 220 
javanicus, 210 
napu, 210 
Transition/ transversion 
probabilities, 363 
77, 
650-651, 656, 700, 708-709, 727, 748, 760, 851 
Tree-bisect-reconnect (TBR), 120 
branch-swapping, 39, 75, 166, 275, 318, 336, 377-378, 390, 407, 
444-445, 463, 504, 506, 575, 607, 621-622, 666, 681, 748, 760, 801, 
823-824 
Tree-construction analysis, 182 
Tree landscapes, 368-373 
Tree of Life, 431, 434, 525 
Tree squirrel, 188, 197 
Trees 
Adams consensus, 463, 850 
allozyme, 509 
Bayesian, 30, 100, 167, 455, 457, 589, 750, 762, 764, 767, 771, 773, 802 
Bayesian consensus, 622 
best-fit, 4 
bifurcating, 642 
binary, 114 
biochemical, 403 
bootstrap, 251, 380-381, 451, 455, 465 
bootstrap consensus, 609 
burn-in, 607 
canonical, 113, 115 
clocklike, 233 
combined data, 612 
consensus, 55, 128, 140, 241, 251, 255, 258, 344, 447, 531, 850, 855 
constrained, 15-18, 20, 22, 761 
constraint, 407, 847, 807 
copaths, 45 
DNA, 770, 773, 775 
equally-parsimonious, 528, 530 
equally weighted, 211 
equal rate, 233 
evolutionary, 526, 602 
gene, 63, 179, 193, 258, 374, 446, 583-584, 588, 725, 727, 776 
genealogical, 515, 517, 521, 524, 526 
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haplotype, 159, 165-166 
heuristic, 607 
host, 737, 740 
likelihood, 39, 506, 508, 762, 764, 802 
logDet, 4, 7, 614, 621 
matrix-weighted, 622 
maximum likelihood, 12, 18, 20, 22, 30, 42-45, 81, 96, 128, 323, 328, 
368, 371, 383, 396, 455-456, 479, 574, 576-577, 580-581, 583, 
589-590, 607, 611, 666, 677, 681, 762, 767, 771, 781, 825, 827-829, 
849 
maximum parsimony, 4, 110, 213, 215, 217, 240, 242-243, 248, 252, 
275, 317, 320, 323, 329, 336, 339-341, 346, 359, 378, 383-384, 444, 
446-447, 463, 574, 576-577, 579-581, 589-590, 607-608, 824, 
826-828 
maximum parsimony combined, 16 
minimum evolution, 506, 580, 610 
minimum length, 415, 750 
mitochondrial DNA, 178 
model, 231, 423, 427, 540, 542, 761, 841-842 
molecular, 103, 105-106, 386, 389-392, 394-396, 399, 403, 853, 858, 
860 
morphological, 387, 392, 394-396, 409, 503, 860 
most-parsimonius, 3, 5-7, 15, 55-60, 63, 575, 609, 621, 645, 801, 804, 
809, 826, 857-857, 864 
multiple, 849-851 
near optimal, 696 
neighbor-joining, 211, 370, 455, 462-463, 508, 702, 801 
nontrivial, 485 
optimal, 4, 8, 17, 20, 121, 128, 320, 341, 357, 696, 760, 850 
parasite, 740, 742 
parsimony, 9-10, 39, 42-43, 79, 286, 645, 762, 764, 771, 773, 802-804 
phylogenetic, 119, 121, 126, 71, 112, 131, 134-135, 244, 289-290, 359, 
364-365, 427, 463, 515, 554-555, 669, 671, 685, 692, 715, 749, 
760-761, 771, 791, 824, 847, 849 
polyphyletic, 525 
pygopodid, 757, 760, 770, 775 
random, 30, 115, 445, 681 
rodent, 615 
rooted duplication, 110-111, 113, 115 
rooting, 757-780, 865 
single-gene, 20 
source, 727, 840-844, 846 
species, 63, 180, 725, 727 
SSR, 610-611 
star, 236 
strict component consensus, 251 
strict consensus, 57-58, 61, 323, 339, 344, 737, 826-827 
strict reduced consensus, 250 
symmetric-difference, 463 
tandem duplication, 110-118 
unconstrained, 761 
unrooted, 50, 865 
weighted, 866 
Triassic, 239-252, 749 
late-, 549, 745, 753 
lower/middle, 746 
mid-, 548 
upper, 746 
Trichogypsia, 314-315, 317, 323 
Trichogypsiidae, 314 
Trichomycetes, 430 
Trichoptera, 106 
Trichotropidae, 639 
cancellata, 639 
conica, 639 
insignis, 639 
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[richotropids, 620, 623 
Trigonioida, 559 
eresurus, 447, 451 
albolabris, 441 
tokarensis, 441 


ystopnora 


Trin 


316 
[riticeae, 383 
tRNA, 2, 52, 94-95, 139, 296-298, 300-301, 303-308, 383, 396, 406, 460, 


615, 725, 727, 758, 762 


7/2), 58, /62 98 
= | 5 
sequences, 296, 295 


tRNAAsp, 674 
tRNAL, 73, 76 


[ropidophiidae 
iF lophis 
is, 440 
ti, 440 
lurus, 689 


ITO] 


True and false gharials: a nuclear gene phylogeny of Crocodylia, John 
5 fo} a F 7 


Harshman, Christopher J. Huddleston, Jonathan P. Bollback, 
Thomas J. Parsons, and Michael J. Braun, 386—402 

True sampling, 665-673 

Tuatara, 286 


vIn 29 
fuieari} 329 


Tunicata, 520 


Turdus migratorius, 28 
Turitella sp 640 


Turkey, 551 


286 


x sylvat 
Turtur bre h neri, 3R 
[wo-state characters, 236 
[wo-tailed test, 339 
Tylopoda, 221 
Type I error, 18, 42, 273, 279, 505, 615, 666-669, 671-672, 684, 689 
Type I STS markers are more informative than cytochrome b in 
phylogenetic reconstruction of the Mustelidae (Mammalia: 
Carnivora), Klaus-Peter Koepfli and Robert K. Wayne, 571-593 
Type II error, 273, 27 
Typhl Mm ge 504 
[yphlopidae, 440 
Typhlops lumbricalis, 440 


Typhi 


9, 505, 666, 671-672, 770 


otriton spelaeus, 505 
, 241, 243, 248 
inarium, 254 


Tyrannus tyrannus 


Typothorax 
coc 


286 


U2 snRNA, 557 
Ulocentra, 492-493 
Unambiguous characters, 539, 557 
Unbiased (see approximately unbiased test) 
Unconstrained 

ordination, 687 

trees, 761 
Uninformative characters, 76, 217 
Unionoida, 559 


, 975, 581, 826 


Ungulates, 860 
Unrooted tree, 50, 865 
Unweighted 
pair-group average (UPGMA), 205, 229-239, 722 
UPGMA 
cluster analysis, 488, 491, 493, 496-497 
phenogram, 497 
Upupa epops, 286 


, a 
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Urocolius macrourus, 286 

Uropygi, 557 

Ursidae, 846 

Ursus, 706 

Using a null model to recognize significant co-occurrence prior to 
identifying candidate areas of endemism, Austin R. Mast and 
Reto Nyffeler, 271-280 

Ute, 314-315 

Uteopsis, 314-315 


Vacelet, Jean, see Manuel, Michael, 311-333 

Vallesia, 391, 

Value of idiosyncratic markers and changes to conserved tRNA 
sequences from the mitochondrial genome of hard ticks (Acari: 
Ixodida: Ixodidae) for phylogenetic inference, Anna Murrell, 
Nick J. H. Campbell, and Stephen C. Barker, 296-310 

‘anikoro, 622, 639 
sp. 1, 639 
sp. 2, 639 

Varanidae, 757 

Varecia, 706 

Variable rate analysis, 751 

Vermileonidae, 756 

Vertebral characters, 439 

Vertebrate, 56, 58-59, 261-262, 264, 296, 388, 403, 51 
571, 706 

phylogenetics, 388 

Vespid wasps, 23 


5,5 


Vicariance, 549-553, 717-723, 794-819 
Villet, Martin H., see Kelly, Christopher M., 439-459 
Violet turaco, 388 
Vipera, 451 
ammodytes, 441 
ursinil, 441 
Viperidae, 439, 441, 447, 452-453, 455 
Viperinae, 441, 447, 453 
Viverridae, 846 
v-myc, 388 
Volatiles, 334-351 
Vombatus ursinus, 285 
Vos, R. A., Accelerated likelihood surface exploration: the likelihood 
ratchet, 368-373 
Vosmaeropsis, 314-315, 320, 322-325, 328, 333 
, 316 
Vulture, black, 388 
vWE, 605, 614-615, 738 


Sp. 


Wagner, Warren L., see Nepokroeff, Molly, 820-841 
Waldsteinia, 374, 381-383 

geoides, 374, 376, 381-382 
Wallace’s Line, 794-819 
Wasps 

parasitoid, 430 

vespid, 23 
Watson-Crick pairing, 131 
Waxy (see also Granule-bound starch synthase), 374-385 
Wayne, Robert K., see Koepfli Klaus-Peter, 571-593 
Weasels, 571-573 

long-tailed, 573 
Weevils, 717 
Weighted 

parsimony, 283 

tree, 566 
Weiss, Robert E., see Suchard, Marc A., 48-54, 649-664 
Whales, 707-708, 724, 853, 855, 858 

baleen, 707-708 
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fin, 210 
phylogeny, 853 
toothed, 707-708 
When are phylogenetic analyses misled by convergence? a case study 
in Texas cave salamanders, John J. Wiens, Paul T. Chippindale, 
and David M. Hillis, 501-514 
When do parasites fail to speciate in response to host speciation?, 
Kevin P. Johnson, Richard J. Adams, Roderic D. M. Page, and 
Dale H. Clayton, 37-47 
Wiegmann, Brian M., David K. Yeates, Jeffrey L. Thorne, and Hirohisa 
Kishino, Time flies, a new molecular time-scale for 
Brachyceran fly evolution without a clock, 745-756 
Wiens, John J., Missing data, incomplete taxa, and phylogenetic 
accuracy, 528-538 
Wiens, John J., Paul T. Chippindale, and David M. Hillis, When are 
phylogenetic analyses misled by convergence? a case study in 
Texas cave salamanders, 501-514 
Wilcoxon 
rank sum, 337, 345 
signed rank test, 406, 668, 857 
T-distribution, 345 
Wilkinson, Mark, Francois-Joseph Lapointe, and David J. Gower, 
Branch lengths and support, 127-130 
Wilkinson, Mark, see Francois-Joseph Lapointe, 865-868 
Wilkinson, Mark, see Harris, Simon R., 239-252, 851-852 
Williams, David M. and Christopher J. Humphries, Component 
coding, three-item coding, and consensus methods, 255-258 
Winka, Katarina, see Cummings, Michael P., 477-487 
Winteraceae, 346 
Wishart distribution, 652 
Wolverine, 573 
Woodchuck, 193, 195, 197-198 
Wombat, 285 
Wright-Fisher model, 179 


Xenoderminae, 439, 441, 447, 452-453, 457 
Xenodermus, 451 

javanicus, 441 
Xenodon, 447, 451 

neuwiedi, 441 

servus, 44] 
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Xenodontinae, 439, 441, 447, 452, 455-456 

Xenodontini, 447, 456 

Xenophora pallidula, 640 

Xenopus laevis, 286 

Xenopus laevis, 286 

Xia, Xuhua, Zheng Xie, and Karl M. Kjer, 18S Ribosomal RNA and 
tetrapod phylogeny, 283-295 

Xie, Zheng, see Xia, Xuhua, 283-295 

Xiphosura, 557 

Xylocopa, 8 

bombylans, 2,5 

Xylocopinae, 1-2, 9 

Xylocopini, 1, 3,9 

Xylomya parens, 756 

Xylomyidae, 746, 756 

Xylophagidae, 756 

Xylophagid flies, 745 

Xylophagomorpha, 745-746, 750-751, 756 


Yacare caiman, 388 

Yang, Ziheng and Anne D. Yoder, Comparison of likelihood and 
Bayesian methods for estimating divergence times using 
multiple gene loci and calibration points, with application to a 
radiation of cute-looking mouse lemur species, 705-716 

Yeates, David K., see Wiegmann, Brian M., 745-756 

Yoder, Anne D., see Yang, Ziheng, 705-716 


Zapodidae, 614 
Zapus, 614 
princeps, 606 
Zeacrypta, 636 
Zegalerus, 632, 639 
tenuis, 639 
Zenaida, 45 
galapagoensis, 38, 45 
Zimmer, Elizabeth A., see Nepokroeff, Molly, 820-841 
Zorilla, 573 
Zwickl, Derrick J., see Hillis, David M., 124-126 
Zygethobiini, 559 
Zygethobius, 559 











